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dimethylpyridinium cation and the benzoate anion are linked
by two N—H  O hydrogen bonds, forming an R2
2(8) ring
motif. The H atoms in both the methyl groups are rotationally
disordered, with fixed site occupancies of 0.50. In the crystal
structure, the molecules are stabilized by intermolecular N—
H  O hydrogen bonds. A – interaction, with a centroid–
centroid distance of 3.661 (2) Å, is also observed.
Related literature
For the biological activity of Schiff bases with azomethine
linkages, see Dhar & Taploo (1982). For hydrogen bonding,
see: Jeffrey (1997); Jeffrey & Saenger (1991). For graph-set







 Mr = 244.29
Monoclinic, P21=c
a = 7.5362 (16) Å
b = 22.937 (4) Å
c = 8.2124 (14) Å
 = 109.820 (2)
V = 1335.5 (4) Å3
Z = 4
Mo K radiation
 = 0.08 mm1
T = 296 K
0.57  0.23  0.05 mm
Data collection




Tmin = 0.954, Tmax = 0.996
7639 measured reflections
2336 independent reflections
1527 reflections with I > 2(I)
Rint = 0.029
Refinement
R[F 2 > 2(F 2)] = 0.044




H atoms treated by a mixture of
independent and constrained
refinement
max = 0.10 e Å
3
min = 0.14 e Å
3
Table 1
Hydrogen-bond geometry (Å, ).
D—H  A D—H H  A D  A D—H  A
N1—H1N1  O2 1.04 1.65 2.683 (2) 172
N2—H1N2  O1 1.01 1.78 2.779 (2) 171
N2—H2N2  O1i 0.90 1.97 2.853 (2) 168
Symmetry code: (i) x;yþ 12; z
1
2.
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT
(Bruker, 2009); data reduction: SAINT; program(s) used to solve
structure: SHELXTL (Sheldrick, 2008); program(s) used to refine
structure: SHELXTL; molecular graphics: SHELXTL; software used
to prepare material for publication: SHELXTL and PLATON (Spek,
2009).
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